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WHAT IS CLAIMED IS : 

\ 1. A computer-implemented method of presenting expression level 
informationiis collected from first and second samples, said method comprising the steps 

of: \ 

displaying a first axis corresponding to expression level in said first 

sample; \ 

displaying^ second axis substantially perpendicular to said first axis, said 

second axis corresponding ro^expression level in said second sample; and 

for a selected e;$iressed sequence, displaying a mark at a position, wherein 
said position is selected relative t\said first axis in accordance with an expression level 
of said selected expressed sequence\n said first sample and relative to said second axis in 
accordance with an expression level otVsaid selected expressed sequence in said second 
sample. \ 

2. The method of claim 1 v^rein said selected expressed sequence 
comprises a gene. \ 

3. The method of claim 1 wherein saW selected expressed sequence 
comprises a portion of a gene. \ 

4. The method of claim 1 further comprising Ihe step of repeating said 
displaying a mark step for a plurality of selected expressed sequencl^. 

5. The method of claim 1 further comprising the step\of: 
monitoring said expression level of said expressed sequence ta^ said first 

sample and said second sample. \ 

6. The method of claim 3 wherein said monitoring step for one V said 

samples comprises substeps of: >s^^ 

inputting a plurality of hybridization intensities of pairs of perfect match \^ 
and mismatch probes, said perfect match probes being perfectly complementary to a 
target nucleic acid sequence indicative of expression of said selected gene and said 
mismatch probes having at least one base mismatch with said target sequence, and said 
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7 hybridization irttensities indicating hybridization affinity between said perfect match and 

8 mismatch probe\ and a sample nucleic acid sequence from said one of said samples; 

9 coVparing the hybridization intensities of each pair of perfect match probe 

10 and mismatch prooe; and 

11 generating said expression level for said expressed sequence and said one 

12 of said samples respotasive to results of said comparing step. 
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7. TheVmethod of claim 6 fiirther comprising the step of: 
comparing ^difference between hybridization intensities of perfect match 

and mismatch probes at a base position to a difference threshold. 

8. The method of claim 7 further comprising the step of: 
comparing a qu<Kient of hybridization intensities of perfect match and 

mismatch probes at a base positicui to a ratio threshold. 

9. The method o!f claim 6 further comprising the steps of: 

a) counting a probfe pair as a positive probe pair to increment a 
positive probe pair count if a perfect lAatch probe intensity minus a mismatch probe 
intensity exceeds a difference threshold Jmd said perfect match probe intensity divided by 
said mismatch probe intensity exceeds a ratio threshold; 

b) counting said probe oair as a negative probe pair to increment a 
negative probe pak count if said mismatch ptobe intensity minus said perfect match probe 
intensity exceeds said difference threshold and said mismatch probe intensity divided by 
said perfect match probe intensity exceeds saidVatio threshold; and 

c) computing a logaritimiic rafio of said perfect match probe mtensity 
to said mismatch probe intensity. 
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10. - The method of claim 9 furtheX comprismg tiie steps of: 
repeating said a), b), and c) steps for each of said probe pairs, 

accumulating a sum of differences of said perfect ma^h and mismatch probe intensities 

for probe pairs that cause; and 

determining an expression level of said sheeted expressed sequence to be 

an average of said differences. 
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1 11\ The method of claim 1 further comprising the steps of: 

2 receiying user input selecting said mark; and 

3 in resfionse to said user input, displaying information about said selected 

4 expressed sequence. 

1 12. Th^method of claim 11 further comprising the steps of: 

2 in response \ said user input, displaying information about said selected 

3 expressed sequence. 
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13. The method of claim 12 wherein said information about said 
selected expressed sequence comprises a GenBank accession number. 

14. The method o^laim 12 wherein said information about said 
selected expressed sequence comprisesva GenBank database record for said selected 
expressed sequence. 

15. The method of claimXl wherein said first sample and said second 
sample are collected from tissue samples diqering in a particular characteristic. 



1 16. The method of claim 15 ^herein said particular characteristic 

2 comprises presence of disease. 

1 17. The method of claim 15 wherl^in said particular characteristic 

2 comprises a treatment strategy for a disease. 

1 18. The method of claim 1 wherein sj^^d particular characteristic is a 

2 stage of a disease. 
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19. The method of claim 1 further compri^g the step of : 
displaying a third axis substantially perpendiculV to said first axis and to 
said second axis in a three-dimensional display environment whferein said position of said 
mark is further selected relative to said third axis in accordance \ith an expression level 
of said selected expressed sequence in a third sample. 
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20, A computer-implemented method of presenting sample analysis 
informatioi^omprising the steps of: 

iisplaying a first axis corresponding to a concentration of a compound in a 
first sample as determined by monitoring binding of said compound to a selected polymer 
having binding afntiity to said compound; 

displaying a second axis substantially perpendicular to said first axis, said 
second axis corresponoiiig to a concentration of said compound in said second sample as 
determined by monitoring binding of said compound to said selected polymer; and 

displaying a\iiark at a position, wherein said position is selected relative to 
said first axis in accordanceW^^ in said first sample and relative to 

said second axis in apc^^rdance with said cbncentration in said second sample. 



The Wthok of cla 



20 wherein said selected polymer comprises a 



ri2 nucleic acid sequence. 
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protein. 



22. The mempd of cdaim 20 wherein said selected polymer comprises a 



23. The metho3"ofieIaii521 further comprising the step of: 
obtaining said concentration of said compound in said first sample by 
exposing said first sample to a plurality of nocleic acid probes. 



1 24. The method of claim 22 farther comprising the step of: 

2 obtaining said concentration of sai^scompound in said first sample by 

3 exposing said first sample to a plurality of peptide mrobes. 




1 25. A compuK^r program product for presenting expression level 

2 information as collected from firstWd second samples, said product comprising:: 

3 code for displaying a fb;gt axis corresponding to expression level in said 

4 first sample; 

5 code for displaying a secondWis substantially perpendicular to said first 

6 axis, said second axis corresponding to exprestion level in said second sample; 

7 code for, for a selected expressedNgquence, displaying a mark at a 
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positionWherein said position is selected relative to said first axis in accordance with an 
expressionSlevel of said selected expressed sequence in said first sample and relative to 
said second \xis in accordance with an expression level of said selected expressed 
sequence in said second sample; and 

aVomputer-readable storage medium for storing the codes. 

26. \ The product of claim 25 wherein said selected expressed sequence 
comprises a gene. \ 

27. Theiproduct of claim 25 wherein said selected expressed sequence 
comprises a portion of a gene. 

28. The product of claim 25 further comprising code for repeatedly 
applying said displaying a marlO^ode for a plurality of selected expressed sequences. 

29. The product of claun 25 further comprising: 

code for monitoring saW expression level of said expressed sequence in 
said first sample and said second sample. 

30. The product of clainaVa? wherein said monitoring step for one of 
said samples comprises: \ 

code for inputting a plurality of hybridization intensities of pairs of perfect 
match and mismatch probes, said perfect match p^bes being perfectly complementary to 
a target nucleic acid sequence indicative of expressftwi of said selected gene and said 
mismatch probes having at least one base mismatch wWi said target sequence, and said 
hybridization intensities indicating hybridization affinitjNbetween said perfect match and 
mismatch probes and a sample nucleic acid sequence froA said one of said samples; 

comparing the hybridization intensities of each pair of perfect match probe 
and mismatch probe; and \ 

generating said expression level for said expressed sequence and said one 
of said samples responsive to results of said comparing step. \ 



20 

\ 31. The product of claim 30 further comprising: 

\code for comparing a difference between hybridization intensities of perfect 
match and mismatch probes at a base position to a difference threshold. 

32. \ The product of claim 31 further comprising: 

code ror comparing a quotient of hybridization intensities of perfect match 
and mismatch probes ai a base position to a ratio threshold. 

33. TheVoduct of claim 30 further comprising: 

a) code for counting a probe pair as a positive probe pair to increment a 
positive probe pair count if a perfect match probe intensity minus a mismatch probe 
intensity exceeds a difference threshold and said perfect match probe intensity divided by 
said mismatch probe intensity exqeeds a ratio threshold; 

b) code for countingv said probe pair as a negative probe pair to increment 
a negative probe pair count if said ridsmatch probe intensity minus said perfect match 
probe intensity exceeds said difference^ threshold and said mismatch probe intensity 
divided by said perfect match probe int^ity exceeds said ratio threshold; and 

c) code for computing a logjarithnaic ratio of said perfect match probe 
intensity to said mismatch probe intensity. \ 

34. The product of claim 33 &rther comprising: 

code for repeatedly applying said JO, b), and c) codes for each of said 
probe pairs, accumulating a sum of differences of\aid perfect match and mismatch probe 
intensities for probe pairs that cause; and \ 

code for determining an expression level of said selected expressed 
sequence to be an average of said differences. \ 

35. The product of claim 25 further comptfising: 
code for receiving user input selecting said mark; and 

code for, in response to said user input, displaymg information about said 
selected expressed sequence. \ 




1 X 36. The product of claim 35 further comprising: 

2 \ code for, in response to said user input, displaying information about said 

3 selected expressed sequence. 

1 37. \ The product of claim 36 wherein said information about said 

2 selected expressed sequence comprises a GenBank accession number. 

1 38. TheVproduct of claim 36 wherein said information about said 

2 selected expressed sequence\comprises a GenBank database record for said selected 

3 expressed sequence. \ 
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^l>i^ ^ 39. The producf^f claim 25 wherein said first sample and said second 

^ ^ sample are collected from tissue samples differing in a particular characteristic. 

^ 40. The product of claim 39 wherein said particular characteristic 

^ 2 comprises presence of disease. \ 

fy \ 

pi 41. The product of claim 39Wherein said particular characteristic 

jHi comprises a treatment strategy for a disease. \ 

1 42. The product of claim 25 whei^ said particular characteristic is a 

2 stage of a disease. \ 

1 43. The product of claim 25 further comprising the step of : 

2 displaying a third axis substantially perpendicmar to said first axis and to 

3 said second axis in a three-dimensional display environment ^erein said position of said 

4 mark is further selected relative to said third axis in accordance\with an expression level 

5 of said selected expressed sequence in a third sample. \ 

1 44. A computer^irogram Vrodua for presenting sample analysis 

2 information comprising: \ \ ^ 

3 code for displaying a first axis cbrrespondmg to a concentration of a 

4 compound in a first sample as deteraiin^Ji^Byl^^ of said compound to a 
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5 selected polymer having, bonding affinity to said compound; 

6 code for displaying a second axis substantially perpendicular to said first 

7 axis, said second axis con^esponding to concentration of said compound in a second 

8 sample as determined by ntonitoring binding of said compound to said selected polymer; 

9 code for displWing a mark at a position, wherein said position is selected 

10 relative to said first axis in accordance with said concentration in said first sample and 

11 relative to said second axis in ^cordance with said concentration in said second sample; 

12 and 

13 a computer-readabl^ storage medium that stores the codes. 

45. The product oAclaim 44 wherein said selected polymer comprises a 

^ nucleic acid sequence. 



46. The product of claim 44 wherein said selected polymer comprises a 



M2 protein. 



47. A computd- system cdmprisiiVa display, a processor, and a 

sy V \ \ y 

1^ memory that stores instractions for configiurm^^s^^'process^^ 

display a first axis corre$pondixl^ to expression level in said first sample; 

4 display a second axis substaijtiaHrT^^ said first axis, said 

5 second axis corresponding to expression aevel iA said secon^/Mmple; and 

6 for a selected expressed sei^feneeAiisplSya mark at a position, wherein 

7 said position is selected relative to said first axis M accordance with an expression level 

8 of said selected expressed sequence in said first sample and relative to said second axis in 

9 accordance with an expression level of said selected^ expressed sequence in said second 
10 sample. 



1 48. A computer system comprising a display, a processor, and a 

2 memory that stores instmctions for configuring said processor to: 

3 display a first axis corresponding to a concentration of a compound in a 

4 first sample as determined by monitoring binding of said\compound to a selected polymer 

5 having binding affinity to said compound; 

6 display a second axis substantially perpendicular to said first axis, said 
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7 second axis corresponding to a concentratiwiof said compound in said second sample a 

8 determined by monitoring binding oL^d comnbund to said selected polymer; and 

9 display a mark at a ^skion,Vpsrein said position is selected relative to 

10 said first axis in accordance with said qpncemrationjin said first sample and relative to 

11 said second axis in accordance with saiq/conc^n^a^on in said second sample. 
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